The reaction of α,α'-dibromo-p-xylene with 4-mercaptopyridine afforded the title compound, in which the crystallographic inversion centre lies on the centre of the benzene ring. Therefore, the asymmetric unit consists of a half of molecule and the two 4-mercaptopyridyl groups adopt an anti-geometry ( Fig. 1 ). All bond lengths and angles show normal value (Allen et al., 1987) . The dihedral angle between the plane of benzene and the terminal pyridyl ring is 55.4 (1)°, which is smaller than those of related structures (Atherton et al., 1999; Hartshorn & Steel, 1998) .
In the title compound, C 18 H 16 N 2 S 2 , a crystallographic inversion centre lies at the centre of the benzene ring, and the two terminal 4-mercaptopyridyl groups adopt an anti geometry. Each benzene ring makes a dihedral angle of 55.4 (1) with the plane of the benzene fragment. The crystal structure is stabilized by C-HÁ Á Á interactions between a benzene H atom and a pyridyl ring of a neighbouring molecule. In addition, the crystal structure exhibits intermolecular C-HÁ Á ÁN interactions.
Related literature
For details of the preparation and related structures of 1,4bis(2-pyridyl-sulfanylmethyl)benezene derivatives, see: Atherton et al. (1999) ; McMorran & Steel (2003) ; For the structures of Co(II) and Ag (I) complexes of 1,4-bis(2pyridylsulfanylmethyl)benezene, see: Hartshorn & Steel (1998) . For bond-length data, see: Allen et al. (1987) . 
Experimental

Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: none 4706 measured reflections 1717 independent reflections 893 reflections with I > 2(I) R int = 0.074 Refinement R[F 2 > 2(F 2 )] = 0.052 wR(F 2 ) = 0.121 S = 0.96 1717 reflections 100 parameters H-atom parameters constrained Á max = 0.32 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg is the centroid of N1/C1/C2/C3/C5 pyridyl ring. Symmetry codes: (i) Àx À 1; y þ 1 2 ; Àz þ 3 2 ; (ii) Àx; Ày; Àz þ 1.
Data collection: SMART (Bruker, 2000); cell refinement: SAINT-Plus (Bruker, 2000) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL and DIAMOND (Brandenburg, 1998) ; software used to prepare material for publication: SHELXTL. 
